Sequence alignment of vertebrate Smyd1 proteins
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HLEDHLSRHTPEDLKELKADYKTFYTYHPKKSKAYGEDYYSHLFGYISCHGF TLSDORGLOSYGIGLFPHLCLYHHDCHPHCTY ILHHGDOSALDASFHSSRRIELRALEPTSAGOEL TYSYYDFLSYST
OLEDHICDISEDDLKDFKYDIHHFLDYHPRHSKPHTYDSY SHILGY THCHGFHYSOORGLAAYGYGLFPHLCLYHHDCHPHCTYILHHGHOSAIDTYFHSOKRIELRALGKISAGEEY TYAYYDYLHYSA
OLAHHYESFDEEEKKDLRYDYESFLEFHPADSAAFGHOY ISHIFGYTIHCHAF TLSDORGLAAYGYGIFPHLCOANHDCHPHCTY IFHHGHHERYRSHFHTANRIELRALSKISPGDEL TYSYYDFLHYSE
OLAHHYEHFGEEEAKELRYDYDTFLAYHPPASAAFSHOY ISHIFGYTIHCHGF TLSDORGLAAYGYGIFPHLGLYHHDCHPHCTY IFHHGHHERYKSHFHTANRTIELRALGKISEGEEL TYSYIDFLHLSE
OLAHHYEHF GEEEAKDLRYDYDTFLOYHPPUSABFSHOY ISHIFGY IHCHGF TLSDORGLAAYGYGIF PHLGLYHHODCHPHCTY IFHHGHHERYKSHFHTANRIELRALGKISEGEEL TYSYIDFLHYSE
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DEARLLOOOYYFOCKCEHCYHGTKDELHTAYKPTEDGKAPSADYYKOLTOF SLOALYKIEARRADGHFHEY IRICRECLEKODPYFADTHYHYLRYLSTASEYLSFLOOFOEAAGYADRHYDGYHKLYHP
DRORLLEOOYFFDCTCKHCTEKIKDDLKHAGAEY -DGYKYPEEDYKEY TEFSROKLEKHEKARIEANYHEY YK ICRECYEKDENYLADTHIYYLRYCCTLSEYLSYLOFFDERSEYARKHYDGYLKLYHP
ERRKOLKKOYYFOCTCEHCKKKIKDDLHLAYKEG=-DK-KPSAETYKEYIOF SKOTLEKIHKARLEGT YHEYYKLCRECLKKDEPYLGDTHIYLLRILSIASEYLSYLORFEERREYAKRHYEGYHEIYHP
ERRROLKKOTYFDCSCEHCOKGLEDDLFLARKE=-=DP=KPSOEYYKEHIOF SKOTLEKIDKARSEGL YHEYYKLCRECLEKDEPYFADTHLYYLRLLSIASEYLSYLOAYEEASHYARRHYDGYHKLYHH
ERKROLKEKOTYFDCTCEHCOKKLEDDLFLGYED==HP=KPSOEYYKEHIOF SKDTLEKIDKARSEGL YHEYYKLCRECLEKDEPYFADTHIYHLRHLSIVSEYLSYLOAFEEASFYARRHYDGYHKLYHP
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HHAOLGHAIHRAGY THHHAGLIEAAHGLICRAYGILAITHGPFHHF ISROLEAHRROTENELRAFKOHEHY YHSHREAALTSKPHSYAGEDYOTIKA
HHAOLGHATHRAGY THHOAGF TEYAHGHICKAFAILHITHGP THPITKDLEAHRHOTEHELRHF QONEYYYHSHREARLKHOPHRANAEP THEGIKHLFRRK
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Figure S2. Sequence alignment of vertebrate Smyd1 proteins. Sequence comparison of
zebrafish Smydla, Smyd1b, chicken Smydl, mouse Smydl and human Smyd1 proteins.



